We report the genomes of five foot-and-mouth disease viruses (FMDVs) from distinct provinces in Vietnam. All five viruses were grouped within the O/CATHAY topotype. Sequences contain the full polyprotein coding sequence and partial untranslated regions. These genomes provide critical data on the spread and evolution of FMDVs in the region.
F oot-and-mouth disease virus (FMDV) (in the family Picornaviridae and the genus Aphthovirus), the etiological agent of foot-and-mouth disease (FMD), is an economically devastating infectious disease of livestock. Acutely infected animals typically develop vesicles on the feet, mouth, and/or teats (1, 2) . The seven FMDV serotypes (A, Asia 1, C, O, SAT 1, SAT 2, and SAT 3) are divided into topotypes, lineages, and sublineages based on VP1 sequence similarity (3) . A distinct topotype of serotype O (O/CATHAY), characterized by a deletion within its 3A region (4) and low infectivity for cattle (5) , was identified in 2001. The O/CATHAY topotype was responsible for a 1997 FMD outbreak in Taiwan, leading to the culling of over 4 million pigs and an economic loss of more than 6 billion dollars (6) . O/CATHAY is currently endemic in Southeast Asia, including Vietnam (7, 8) .
The viruses described herein were obtained from vesicular epithelium from pigs during FMD outbreaks in five provinces of Vietnam in 2017 to 2019 (Table 1 ). Samples were sent to the Foreign Animal Disease Research Unit (FADRU), Plum Island Animal Disease Center. At the FADRU, FMDV was confirmed by real-time reverse transcription-PCR (rRT-PCR) using FMDV-specific primers and by virus isolation on LFBK-␣v␤6 cells followed by rRT-PCR (9, 10). Total cell supernatant or tissue homogenate RNA was subjected to deep sequencing, as described previously (11, 12) . Briefly, RNA was extracted from supernatant using the MagMAX total RNA isolation kit, and DNA was depleted using the DNA-free DNase kit (Ambion). Treated RNA underwent first-strand synthesis using the SuperScript first-strand synthesis system (Invitrogen) with random hexameric primers, a poly(T) primer targeting the 3= untranslated region (UTR), and one FMDVspecific reverse primer (GCCCRGGGTTGGACTC), which improves sensitivity and ensures specificity (11, 13) . Double-stranded cDNA was generated using the NEBNext Ultra II nondirectional RNA second-strand synthesis module (New England Biolabs). A sequencing library was constructed using the Nextera XT kit (Illumina) and sequenced on the NextSeq 500 platform. The NextSeq sequencing generated 310,360 to 3,023,414 total reads per sample. Using CLC Genomics Workbench 11.0, reads were trimmed and filtered for quality, which resulted in average read lengths of 133 to 148 nucleotides (nt) ( Table 1 ). Trimmed reads were mapped to a previously published contemporary sequence (GenBank accession number KU204894), and default parameters were used to extract the consensus sequence. Consensus sequences were annotated based on comparisons to the reference and BLASTn sequence results, and the 5= UTR poly(C) tract was standardized to 12 nt, as described previously (14) . The O/CATHAY topotype appears sporadically throughout Southeast Asia, with no clear pattern of emergence and maintenance (5) . This ambiguity and its endemicity in Southeast Asia create a need for detailed O/CATHAY sequences. The viruses described herein substantially update our knowledge of the molecular epidemiology of FMDVs in the region.
Data availability. The assembled FMDV genomes have been deposited in GenBank under accession numbers MN250314 to MN250318. The sequence data are available in the NCBI Sequence Read Archive (SRA) under accession number PRJNA558049. 
